In the original version of this paper, under the subheading "Genome-wide association study" in the last-but-one sentence, the number of variants included in the analysis of overlap between GWAS variants in the BBJ and in European population GWAS was incorrectly given as 1416, leading to incorrect association results. The correct number of analysed variants is 1417 and the sentences should read "Of these variants, 1417 variants were evaluated in our GWAS (Supplementary Data 6), and 772 variants were nominally associated (P GWAS < 0.05) with the consistent direction of effects. These 772 variants represented a significant positive correlation in the effect sizes between our GWAS and the meta-analysis of GIANT and UKB (Pearson's r = 0.82, P = 7.00 × 10 −189 ), suggesting that these are shared height-associated variants across populations."
Correction to: Nature Communications https://doi.org/10.1038/s41467-019-12276-5, published online 27 September 2019.
In the original version of this paper, under the subheading "Genome-wide association study" in the last-but-one sentence, the number of variants included in the analysis of overlap between GWAS variants in the BBJ and in European population GWAS was incorrectly given as 1416, leading to incorrect association results. The correct number of analysed variants is 1417 and the sentences should read "Of these variants, 1417 variants were evaluated in our GWAS (Supplementary Data 6), and 772 variants were nominally associated (P GWAS < 0.05) with the consistent direction of effects. These 772 variants represented a significant positive correlation in the effect sizes between our GWAS and the meta-analysis of GIANT and UKB (Pearson's r = 0.82, P = 7.00 × 10 −189 ), suggesting that these are shared height-associated variants across populations."
In addition, the list of variants in Supplementary Data 6 ("Associations of Japanese GWAS at reported variants in large-scale European GWAS") was incorrect. Two out of 1417 evaluated variants were inadvertently omitted from the table while 460 variants were included by mistake (based on overlap of BBJ GWAS with 3290 lead variants from European GWAS instead of 2481 variants from the nonconditioned analysis, which would have been correct). The corrected Supplementary Data 6 lists the correct 1417 variants obtained in this analysis.
Finally, there was a typo in the methods section, under the subheading "Genotyping and imputation" in the fourth sentence. The sentence originally read "We further compared the genotypes of the overlapping variants between the GWAS array and WGS and excluded variants with a concordance rate <99.5% or a non-reference concordance rate ≥0.5%" where the second "concordance" (in "non-reference concordance rate ≥ 0.5%") should have been "discordance".
All of these errors have now been corrected in the HTML and PDF versions of the article and the Supplementary Data 6 file has been updated in the HTML version of the article.
